The synthesis process of diniconazole is carried out by the three steps of condensing, using a-triazolylpinacolone and 2,4dichlorobenzaldehyde for material shifting and reduing, using a modified Xia reaction (Xia et al., 2001). Diniconazole was recrystallized from ethanol, and colourless blocks were obtained by slow concentration of a water/ethanol solution. m.p. 134-138 °C (m.p.134-156°C). Anal. Calcd. For C15H17Cl2N3O (%) (Mr = 326.22): C , 55.23; H, 5.25; N, 12.88. Found (%): C, 55.21; H, 5.36; N, 12.90.
The asymmetric unit of the title compound [systematic name: (E)-1-(2,4-dichlorophenyl)-4,4-dimethyl-2-(1H-1,2,4-triazol-1yl)pent-1-en-3-ol], C 15 H 17 Cl 2 N 3 O, contains two molecules in which the dihedral angles between the triazole and benzene rings are 9.4 (2) and 35.0 (2) . In the crystal, the molecules are linked by O-HÁ Á ÁN hydrogen bonds, forming C(7) chains propagating in [010] .
Related literature
For background to the use of diniconazole as a fungicide, see : Sumitomo Chemical (1984) . For further synthetic details, see: Xia et al. (2001) . Mo K radiation = 0.40 mm À1 T = 296 K 0.22 Â 0.18 Â 0.07 mm
Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 1998) T min = 0.917, T max = 0.973 24930 measured reflections 6074 independent reflections 4232 reflections with I > 2(I) R int = 0.028 Refinement R[F 2 > 2(F 2 )] = 0.057 wR(F 2 ) = 0.179 S = 1.02 6074 reflections 391 parameters 1 restraint H atoms treated by a mixture of independent and constrained refinement Á max = 1.06 e Å À3 Á min = À0.53 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 1998); cell refinement: SAINT (Bruker, 1998); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. Fig. 1 . The molecular structure of (I), showing displacement ellipsoids at the 40% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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